X-ray Data Collection and Structure Solution Refinement. Crystals suitable for X-ray diffraction were mounted in Paratone oil onto a glass fiber and frozen under a nitrogen cold stream maintained by an XStream low-temperature apparatus. The data were collected at 98(2) K using a Rigaku AFC12/Saturn 724 CCD fitted with Mo Kα radiation (λ= 0.71073 Å). 1 Data collection and unit cell refinement were performed using Crystal Clear software. The total number of data were measured in the range (see table 3) using ω scans. Data processing and absorption correction, giving minimum and maximum transmission factors, see table 3,were accomplished with Crystal Clear and ABSCOR, 2 respectively. The structure, using SHELXL-97, was solved by direct methods and refined (on F 2 ) using full-matrix, least-squares
3) using ω scans. Data processing and absorption correction, giving minimum and maximum transmission factors, see table 3,were accomplished with Crystal Clear and ABSCOR, 2 respectively. The structure, using SHELXL-97, was solved by direct methods and refined (on F 2 ) using full-matrix, least-squares techniques. 3 , 4 All non-hydrogen atoms were refined with anisotropic displacement parameters. All carbon bound hydrogen atom positions were determined by geometry and refined by a riding model. An electron density peak was used to identify the hydrogen atoms bound to the solvent molecule and the displacement parameters were set to 1.5 times the displacement parameters of the bonded atom. 1 The O-O bond distance is specified in brackets. 2 The N-O bond distance is specified in brackets. 3 The P-O bond distance is specified in brackets. Table 2 . Selected hydrogen bond distances and angles for the molybdenum complexes. 
